
Start crop Point End crop Point

MSA length = 4485
GC T CCAGT CGTGT T AGTGCGTGAA T A T T T A - - - - AGT AC T AAA T CGA T AAACA T T T CAACGGACA T T T TGT T T AACAACGGTGAA T CAAGCGGT AC T CC T - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T T TGT T T T A T AA T T AACAGT CAGGT A T - - ACC T A T T A T AGTGT T AAA
T CGT T AAAA T TGC T T CCA TGTGT C T A T T C T - - - - T A TGACAAAC TGGCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T C T A - - - - - - - - - - T C T A T C T A T C T A T AAAC T AGT T AGT T T T CAA T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT CAAAA T TGACAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCGT CGC - - - - - - - - - - AA T AAA T A T T CGCACGCGAA T T CA T C TGGTGGA
CCACGCAGAC TGC T T T TGAGAGA TGAAA T A - - - - AA TGAAAAAGGGAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T A T T - - T AA T AA - - A T T A T T CA T CAA T - - A TGAC TGT CGGTGT T AAA
T T AC T CAA T C T AGT A TGAC T T AAGAGT A T AAAA T AA TGA T AAAA T T A T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C TGAA T AC T T T T T T T T T - - - - - - - - - - - - - - - - AAGA T T T T T T T C T AAACCA TGTGGTGCA T CGGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T C T A - - - - - - - - - - T A T A T A T A T A T A T - - A T A T A T A T A T A T A T A T A T
GT C T CCGT TGGA T CAACGCAGTGGTGT T T A - - - - - - - - - CAAAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C - - - - - - - - - - - - - - - - T A T AAC T AA T CA T - - - - - - - - - - - - - - - - - - - -
- - - T T AA T T ACA T AC T CC T T T ACAAAA T T AAAA T AGT AC T AAA T AGAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T C T AAAC T A T AA T T CA T AC T T A T T T ACAAAACA T T T T A T C T A T T T AA
GC T CCAGT CGTGT T AGTGCGTGAA T A T T T A - - - - AGT AC T AAA T CGA T AAACA T T T CAACGGACA T T T TGT T T AA T AACGGTGAA T CAAGCGGT AC T CC T - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T CGG - - T T ACAA T T AGT AGT AA T T T T C - - AC T T A T T C T T ACACAAAA
CA TGAAAAAC T A T AA T T T T AAAAA T A T T T AAGA T AA T A T T A T ACCA T CAGT T A T T T TGA T T T ACA T T T TGT T T AACAACGGTGAA T CAAGCGGT AC T CC T - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T T C T TGC T T T C T A T CAGT AACA T T A T T T CA T - - GC TGA T T T T TGGA TGAAA
GC T CCAGT CGTGT T AGTGCGTGAA T A T T T A - - - - AGT AC T AAA T CGA T AAACA T T T CAACGGACA T T T TGT T T AACAACGGTGAA T CAAGCGGT AC T CC T - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T T A T T T T T AGT A T T AGT A T CCCC T AGT AAACCAGT T A TGAC T T CAA -
GT A TGT A T T A T A T T T A TGGGT T T AAA T CAAAAA TGGTGGAAC T T AAGCAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T T T A TGCA T T T T A T A T T CGAAA T CGTGT T A T - AACA T AA T TGAGA T T AAAA
GC T CCAGT CGTGT T AGTGCGTGAA T A T T T A - - - - AGT AC T AAA T CGA T AAACA T T T CAACGGACA T T T TGT T T AACAACGGTGAA T CAAGCGGT AC T CC T - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T AA T - - T T C T AC T CAA T ACCCA - - - - - - - - - CGA T T T T T T T T C T ACA
TGT T AAAC T C T T C T T AA T CAAAA T AAA T T AAAA T A T CGCGAAACAGC TGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T TGT AA T ACAC TGGAAA T AAA T AAAGAA T A T C T A T C T A T C T A T C T A T C T A T C T A - - - - - - - - - - T A T A T A T A T A T A T - - A T A T A T A T A T A T A T A T A T
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TE: rnd_5_family_383.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 4485bp; fragments: 124; full length: 11 (>=4036.5bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4485 bp
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TE: rnd_5_family_383.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 4789bp; fragments: 118; full length: 8 (>=4310.1bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 500 1000 1500 2000 2500

0
5

10
15

20
TE: rnd_5_family_383

 size: 2930bp; fragments: 296; full length: 13 (>=2637bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 2930 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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